

Type 


T ii 


Hits 


Search Text 


1 


BRS 


LI 


49580 


cox or cyclooxygenase 


2 


BRS 


L2 


2251 


"1.9" nearlO (kb) 


3 


BRS 


L3 


100 


11 and 12 


4 


BRS 


L4 


96 


13 and (inhibit or 
inhibitor) 


5 


BRS 


L5 


29 


14 and (reporter near3 
gene) 


6 


BRS 


L6 


7881 


cyclooxygenase 


7 


BRS 


L7 


7543 


16 and (inhibit or 
inhibitor or modulate 
or modulator) 


8 


BRS 


L8 


477 


17 and (reporter near3 
gene) 


9 


BRS 


L9 


170 


18 and "1.9" 


10 


BRS 


L10 


409 


18 and (galactosidase 
or luciferase) 


11 


BRS 


Lll 


248 


18 and ( (galactosidase 
or luciferase) nearlO 
reporter) 


12 


BRS 


L13 


41 


(cyclooxygenase or 
cox) nearlO 
( (galactosidase or 
luciferase) ) 


13 


BRS 


L12 


10 


(cyclooxygenase or 

cox) nearlO 

( (galactosidase or 

luciferase) nearlO 

reporter) 


14 


BRS 


L14 


40 


(112 or 113) and 
(inhibitor or inhibit 
or modulate or 
modulator) 


15 


BRS 


L15 


13 


98/37235 


16 


BRS 


L16 


99 


"37235" 


17 


BRS 


L17 


3 


dannenberg and pasco 
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RESULT 1 
HSU44805 
LOCUS 

DEFINITION 

ACCESSION 
VERSION 
KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 



FEATURES 

source 



HSU44805 1979 bp DNA linear 

Human prostaglandin H synthase type 2 (PHS-2) gene, 
sequence and partial cds . 
U44805 

U44805.1 GI:1174223 



PRI 02-FEB-1996 
promoter 



Craniata; Vertebrata ; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



McIntyre,T.M. 



gene 



promoter 



CDS 



Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chorda ta; 
Mammalia; Eutheria; Primates; 

1 (bases 1 to 1979) 

Kutchera, W.A. , Jones,D.A., Matsunami,N. , Groden,J. 
Zimmerman,G. A. , White, R.L. and Prescott, S .M. 

Prostaglandin H synthase-2 is expressed abnormally in human colon 
cancer: evidence for a transcriptional effect 
Proc. Natl. Acad. Sci. U.S.A. (1996) In press 

2 (bases 1 to 1979) 
Kutchera, W.A. 
Direct Submission 

Submitted (05- JAN-1996) William A. Kutchera, Human Molecular 
Biology and Genetics, University of Utah, Building 533, Salt Lake 
City, UT 84112, USA 

Location/Qualifiers 

1. .1979 

/organism* "Homo sapiens" 
/ mo l_type= "genomic DNA" 
/db_xre f = " t axon : 9 6 0 6 " 
/chromosome= " 1 " 
/map="lq" 
1. .1979 
/gene="PHS-2" 
1. .1976 
/gene=" PHS-2" 
1977. .>1979 
/gene=" PHS-2 " 
/note= "Unknown" 
/codon_start=l 

/products "prostaglandin h synthase type 2" 
/protein_id="AAD14842 . 1" 
/db_xref ="GI : 4262724 " 
/translation="M" 



ORIGIN 



Query Match 97.3%; Score 1851; DB 9; Length 1979; 

Best Local Similarity 99.9%; Pred. No. 0; 

Matches 1901; Conservative 0; Mismatches 1; Indels 0; Gaps 0; 
Qy 1 GGATTCTAACATGGCTTCTAACCCAAACTAACATTAGTAGCTCTAACTATAAACTTCAAA 60 

i ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 r 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 1 f 1 1 1 m 1 1 1 f 1 1 1 1 1 1 1 1 1 1 1 1 1 f 

Db 46 GGATTCTAACATGGCTTCTAACCCAAACTAACATTAGTAGCTCTAACTATAAACTTCAAA 105 

QY 61 TTTCAGTAGATGCAACCTACTCCTTTAAAATGAAACAGAAGATTGAAATTATTAAATTAT 120 

I I I M I I I I I I I I I I I I I I I I II I I I I I I I II I I I I I I I I I I I I I II I I I I I I II I I M I 
°D 106 TTTCAGTAGATGCAACCTACTCCTTTAAAATGAAACAGAAGATTGAAATTATTAAATTAT 165 



Qy 


121 


Db 


166 


Qy 


181 


Db 


226 


Qy 


241 


Db 


286 


Qy 


301 


Db 


346 


Qy 


361 


Db 


406 


Qy 


421 


Db 


466 


Qy 


481 


Db 


526 


Qy 


541 


Db 


586 


Qy 


601 


Db 


646 


Qy 


661 


Db 


706 


Qy 


721 


Db 


766 


Qy 


781 


Db 


826 


Qy 


841 


Db 


886 


Qy 


901 


Db 


946 


Qy 


961 



CAAAAAGAAAATGATCCACGCTCTTAGTTGAAATTTCATGTAAGATTCCATGCAATAAAT 180 

1 1 III II I Mill MM III III III II II III MMM II MM II III I II I III Ml 

CAAAAAGAAAATGATCCACGCTCTTAGTTGAAATTTCATGTAAGATTCCATGCAATAAAT 225 
AGGAGTGCCATAAATGGAATGATGAAATATGACTAGAGGAGGAGAAAGGCTTCCTAGATG 240 

M Ml MM II MMM II I III I Mil II Ml I MMM I Ml I MM M MM II IM 

AGGAGTGCCATAAATGGAATGATGAAATATGACTAGAGGAGGAGAAAGGCTTCCTAGATG 2 85 
AGATGGAATTTTAGTCATCCGTGTCTCATGAAGAATCAGATGTGTACACTAAGCAAAACA 300 

II III II MM MINI III ill Ml MM III II I II I II MM Mill I II I III III 

AGATGGAATTTTAGTCATCCGTGTCTCATGAAGAATCAGATGTGTACACTAAGCAAAACA 345 
GTTAAAAAAAAAACCTCCAAGTGAGTCTCTTATTTATTTTTTTCTTATAAGACTTCTACA 360 

II II I II I MM Mill I II III I II MM IM II III III I MM MM Ml I III II! 

GTTAAAAAAAAAACCTCCAAGTGAGTCTCTTATTTATTTTTTTCTTATAAGACTTCTACA 405 

AATTGAGGTACCTGGTGTAGTTTTATTTCAGGTTTTATGCTGTCATTTTCCTGTAATGCT 420 

M I I I I I M I II I II I M I I I II II I I I II II I I I I I I I II II M II I I II I II II I I II 
AATTGAGGTACCTGGTGTAGTTTTATTTCAGGTTTTATGCTGTCATTTTCCTGTAATGCT 465 



1 1 M I M IM M II III 1 1 1 II 1 1 II 1 1 1 1 1 II M III M 1 1 Ml I II 1 1 IM M II III 



TATATATGTATATATACACACACACATATACATATATATATTTTTAGTATCTCACCCTCA 540 

1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 1 

TATATATGTATATATACACACACACATATACATATATATATTTTTAGTATCTCACCCTCA 585 
CATGCTCCTCCCTGAGCACTACCCATGATAGATGTTAAACAAAAGCAAAGATGAAATTCC 600 

1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M M M 1 1 1 1 1 1 II M I M 1 1 1 1 M 1 1 1 II I M 1 1 1 1 1 

CATGCTCCTCCCTGAGCACTACCCATGATAGATGTTAAACAAAAGCAAAGATGAAATTCC 645 
AACTGTTAAAATCTCCCTTCCATCTAATTAATTCCTCATCCAACTATGTTCCAAAACGAG 660 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 i 1 i E 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

AACTGTTAAAATCTCCCTTCCATCTAATTAATTCCTCATCCAACTATGTTCCAAAACGAG 705 
AATAGAAAATTAGCCCCAATAAGCCCAGGCAACTGAAAAGTAAATGCTATGTTGTACTTT 720 

M I M 1 1 1 1 1 1 f 1 1 1 1 1 1 1 1 M 1 1 ! I M I M 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 II 1 1 1 1 1 1 

AATAGAAAATTAGCCCCAATAAGCCCAGGCAACTGAAAAGTAAATGCTATGTTGTACTTT 765 
GATCCATGGTCACAACTCATAATCTTGGAAAAGTGGACAGAAAAGACAAAAGAGTGAACT 780 

1 1 1 1 1 II 1 1 1 i 1 1 1 f 1 1 1 II 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 II 1 1 1 1 II 

GATCCATGGTCACAACTCATAATCTTGGAAAAGTGGACAGAAAAGACAAAAGAGTGAACT 825 

TTAAAACTCGAATTTATTTTACCAGTATCTCCTATGAAGGGCTAGTAACCAAAATAATCC 840 

M I I II I I I I II II I I I II II II I I M II I I I I I II II II II II I I I I I II I I I I II II I 
TTAAAACTCGAATTTATTTTACCAGTATCTCCTATGAAGGGCTAGTAACCAAAATAATCC 885 

ACGCATCAGGGAGAGAAATGCCTTAAGGCATACGTTTTGGACATTTAGCGTCCCTGCAAA 900 

Ml 1 1 II II MMI II I III II Ml II III III Mill III 1 1 II I III 1 1 II II II III 

ACGCATCAGGGAGAGAAATGCCTTAAGGCATACGTTTTGGACATTTAGCGTCCCTGCAAA 945 
TTCTGGCCATCGCCGCTTCCTTTGTCCATCAGAAGGCAGGAAACTTTATATTGGTGACCC 960 

1 1 II II I II III II I II 1 1 III 1 1 Ml MM 1 1 III III M 1 1 II 1 1 II M II 1 1 M III 

TTCTGGCCATCGCCGCTTCCTTTGTCCATCAGAAGGCAGGAAACTTTATATTGGTGACCC 1005 
961 GTGGAGCTCACATTAACTATTTACAGGGTAACTGCTTAGGACCAGTATTATGAGGAGGAT 1020 



lllllll III III III! I Ml II I II Mill II III II I Mill III II II 1 1 Mini 

Db 1006 GTGGAGCTCACATTAACTATTTACAGGGTAACTGCTTAGGACCAGTATTATGAGGAC^T 1065 

Qy 1021 TTACCTTTCCCGCCTCTCTTTCCAAGAAACAAGGAGGGGGTGAAGGTACGGAGAACAGTA 1080 

II 1 1 1 1 1 1 1 II 1 1 1 M 1 1 1 1 1 II 1 1 i 1 1 1 1! 1 1 1 1 1 1 1 1 1 1! 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 1 

Db 1066 TTACCTTTCCCGCCTCTCTTTCCAAGAAACAAGGAGGGGGTGAAGGTACGGAGAACAGTA 1125 

Qy 1081 TTTCTTCTGTTGAAAGCAACTTAGCTACAAAGATAAATTACAGCTATGTACACTGAAGGT 1140 

II II I Ml II II 1 1 II Ml II M I Ml I Ml Ml Mill MM Ml I II II I Mill III 

Db 1126 TTTCTTCTGTTGAAAGCAACTTAGCTACAAAGATAAATTACAGCTATGTACACTGAAGGT 1185 

Qy 1141 AGCTATTTCATTCCACAAAATAAGAGTTTTTTAAAAAGCTATGTATGTATGTCCTGCATA 1200 

1 M 1 1 1 1 1 1 1 1 1 1 M 11 1 1 1 1 1 1 ! 1 1 1 1 M I M 1 1 ( I f 1 1 i II M 1 1 1 1 1 1 M 1 1 1 1 ] 1 1 

Db 1186 AGCTATTTCATTCCACAAAATAAGAGTTTTTTAAAAAGCTATGTATGTATGTCCTGCATA 1245 

Qy 1201 TAGAGCAGATATACAGCCTATTAAGCGTCGTCACTAAAACATAAAACATGTCAGCCTTTC 1260 

I E I M i 1 1 1 1 1 M I E 1 1 1 [ I F M i 1 1 f 1 1 1 1 1 1 i 1 1 1 1 1 i 1 1 i I f 1 1 1 1 1 1 1 1 f E [ i 1 1 1 

Db 1246 TAGAGCAGATATACAGCCTATTAAGCGTCGTCACTAAAACATAAAACATGTCAGCCTTTC 1305 

Qy 1261 TTAACCTTACTCGCCCCAGTCTGTCCCGACGTGACTTCCTCGACCCTCTAAAGACGTACA 1320 

MIMM III lllllll MMII IIMIIMM MMMIIMI II Ml II llllll III 

Db 1306 TTAACCTTACTCGCCCCAGTCTGTCCCGACGTGACTTCCTCGACCCTCTAAAGACGTACA 1365 

Qy 1321 GACCAGACACGGCGGCGGCGGCGGGAGAGGGGATTCCCTGCGCCCCCGGACCTCAGGGCC 13 80 

Mill! IIIIIIIMII IIIIIIMIMIIIIIIIIIII Mllllll II lllllllllll 

Db 1366 GACCAGACACGGCGGCGGCGGCGGGAGAGGGGATTCCCTGCGCCCCCGGACCTCAGGGCC 1425 

Qy 1381 GCTCAGATTCCTGGAGAGGAAGCCAAGTGTCCTTCTGCCCTCCCCCGGTATCCCATCCAA 1440 

1 1 1 1 1 1 i f ) 1 1 [ ! 1 f I f 1 1 1 1 1 1 ! 1 1 J 1 1 1 1 f 1 E 1 1 M 1 1 1 1 1 1 1 1 1 1 1 1 i I j J 1 1 1 j 1 1 

Db 1426 GCTCAGATTCCTGGAGAGGAAGCCAAGTGTCCTTCTGCCCTCCCCCGGTATCCCATCCAA 1485 

Qy 1441 GGCGATCAGTCCAGAACTGGCTCTCGGAAGCGCTCGGGCAAAGACTGCGAAGAAGAAAAG 1500 

I Ml II I II lllllllllll I MIM MIMM Ml II I MM I Ml 1 1 1 1 III M I Mi 

Db 1486 GGCGATCAGTCCAGAACTGGCTCTCGGAAGCGCTCGGGCAAAGACTGCGAAGAAGAAAAG 1545 

Qy 1501 ACATCTGGCGGAAACCTGTGCGCCTGGGGCGGTGGAACTCGGGGAGGAGAGGGAGGGATC 1560 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Db 1546 ACATCTGGCGGAAACCTGTGCGCCTGGGGCGGTGGAACTCGGGGAGGAGAGGGAGGGATC 1605 

Qy 1561 AGACAGGAGAGTGGGGACTACCCCCTCTGCTCCCAAATTGGGGCAGCTTCCTGGGTTTCC 1620 

lllillllllllllllllilllllllllllllllllllllllllllllllllllllllll 

Db 1606 AGACAGGAGAGTGGGGACTACCCCCTCTGCTCCCAAATTGGGGCAGCTTCCTGGGTTTCC 1665 

Qy 1621 GATTTTCTCATTTCCGTGGGTAAAAAACCCTGCCCCCACCGGGCTTACGCAAT T TTTTTA 1680 

lllllllllllllllllllllllllllllllliiiiiiiiiililiiiiiiiiiiiiiii 

Db 1666 GATTTTCTCATTTCCGTGGGTAAAAAACCCTGCCCCCACCGGGCTTACGCAATTTTTTTA 1725 

QY 1681 AGGGGAGAGGAGGGAAAAATTTGTGGGGGGTACGAAAAGGCGGAAAGAAACAGTCATTTC 1740 

I M 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 

Db 1726 AGGGGAGAGGAGGGAAAAATTTGTGGGGGGTACGAAAAGGCGGAAAGAAACAGTCATTTC 1785 

Qy 1741 GTCACATGGGCTTGGTTTTCAGTCTTATAAAAAGGAAGGTTCTCTCGGTTAGCGACCAAT 1800 

llllllllllllllllllllllllllllllllllllllllllllllllllllllllllll 

Db 1786 GTCACATGGGCTTGGTTTTCAGTCTTATAAAAAGGAAGGTTCTCTCGGTTAGCGACCAAT 1845 

Qy 1801 TGTCATACGACTTGCAGTGAGCGTCAGGAGCACGTCCAGGAACTCCTCAGCAGCGCCTCC 1860 

MMMMMMMMIIMMMIMM MMMMIMIMM MMIMMMIMI 



1846 TGTCATACGACTTGCAGTGAGCGTCAGGAGCACGTCCAGGAACTCCTCAGCAGCGCCTCC 1905 



1861 TTCAGCTCCACAGCCAGACGCCCTCAGACAGCAAAGCCTACC 1902 

I li III lllilll I Ml II I II 1 1 1 lllllll Mill II I II 

1906 TTCAGCTCCACAGCCAGACGCCCTCAGACAGCAAAGCCTACC 194 7 



